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< ! — StartFragment — >MZEBT1A 

LOCUS MZEBTIA 1733 bp mRNA linear PLN 27-APR-1993 

DEFINITION Zea mays brittle-1 protein (btl) mRNA, complete cds. 
ACCESSION M79333 
VERSION M79333.1 GI: 168425 

KEYWORDS brittle-1 protein. 
SOURCE Zea mays 

ORGANISM Zea mays 

Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta; 

/ta; Magnoliophyta; Liliopsida; Poales; Poaceae; PACCAD 
_coideae; Andropogoneae; Zea. 
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Original source text: Zea may; 

postpollination cDNA to mRNA. 

Location/Qualifiers 
i 1. .1733 

/organism="Zea mays" 
/mol_type="mRNA" 



illeles and a defecti\ 
[table allele 
(1991) 
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87. .1397 
/gene="btl" 
/not e= "put at ive " 
/codon_start=l 

/product="brittle-l protein" 
/protein_id="AAA33438. 1" 
/db_xref="GI : 168426" 

/translation="MAATMAVTTMVTRSKESWSSLQVPAVAFPWKPRGGKTGGLEFPR 
RAMFASVGLNVCPGVPAGRDPREPDPKWRAADNCDIAASLAPPFPGSRPPGRRGRGS 
EEEEAEGRRHEEAAAAGRSEPEEGQGQDRQPAPARLVSGAIAGAVSRTFVAPLETIRT 
HLMVGSIGVDSMAGVFQWIMQNEGWTGLFRGNAVNVLRVAPSKAIEHFTYDTAKKFLT 
PKGDEPPKIPIPTPLVAGALAGFASTLCTYPMELIKTRVTIEKDVYDNVAHAFVKILR 
DEGPSELYRGLTPSLIGWPYAACNFYAYETLKRLYRRATGRRPGADVGPVATLLIGS 
AAGAIASSATFPLEVARKQMQVGAVGGRQVYQNVLHAIYCILKKEGAGGLYRGLGPSC 
IKLMPAAGIAFMCYEACKKILVDKEDEEEEDEAGGGEDDKKKVE" 



isit_peptide 87. 



.311 



/gene="btl" 
/note="putative amylopla: 
based on cleavage at a c( 
site; putative" 

312. .1394 
/gene="btl" 



: membrane transloc 



303. .314 

/gene="btl" 

/note="putat 



; peptide cleavage site; r 
;ide cleavage site" 
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41.0%; Score 666; DB 8; Length 1733; 
;imilarity 80.2%; Pred. No. 1.8e-83; 

); Conservative 0; Mismatches 190; Indels 10; Gaps 
CTCGGCCCGCCGACGACGTCGCACACCAGCTCGCAGCCGCGGGCGAGGCGGGCGTCCAGA 3 
CCCGGGCAGCAGGCCGCCTGGGAGGCGAGGAAGAGGCAGCGAAGAGGAGGAAGCAGAAGG ^ 



413 GCGGCGGCACGAAGAAGCAGCAGCAGCTGGGCGATCTGAGCCTGAGGAAGGTCAGGGTCA 

422 AGATCGGCAACCCGCACCTGCGGCGGCTGGTCAGCGGCGCCATCGCCGGCGCCGTGTCGA 

473 AGATCGCCAACCCGCACCTGC-GCGCCTGGTTAGCGGCGCCATCGCCGGCGCCGTGTCCA 

482 GGACTTTCGTGGCGCCACTGGAGACGATCAGGACGCACCTGATGGTGGGGAGCTCCGGCG 

532 GGACGTTTGTGGCGCCGCTGGAGACGATCCGGACGCACTTGATGGTCGGCAGCATCGGCG 

542 CCGACTCCATGGCCGGGGTTTTCCGGTGGATCATGCGGACGGAGGGGTGGCCCGGCCTCT 

592 TCGACTCCATGGCCGGGGTGTTCCAGTGGATCATGCAGAACGAAGGGTGGACCGGCCTGT 

6 02 TCCGCGGCAACGCCGTCAACGTCCTCCGCGTCGCGCCAAGCAAGGCCATCGAGCACTTCA 

652 TCCGCGGCAACGCCGTCAACGTCCTGCGCGTCGCTCCGAGCAAGGCTATCGAGCATTTCA 

662 CTTACGACACGGCGAAGAAGTACCTGACCCCGGAGGCCGGCGAGCCAGCCAAGGTCCCCA 
I II I I I I I I I I I I I I I I I III I I I I I III II I I I I I I I I I I I I I I I I 
712 CCTATGACACGGCCAAGAAGTTCCTAACCCCCAAGGGCGACGAGCCGCCCAAGATCCCGA 

722 TCCCCACGCCGCTCGTCGCCGGAGCGCTCGCCGGAGTGGCGTCAACCCTGTGCACCTATC 

772 TCCCCACTCCGCTGGTTGCCGGAGCTCTAGCCGGATTCGCCTCAACCTTGTGCACCTACC 

782 CCATGGAGCTCGTCAAGACCCGTCTCACCATCGAGAAGGACGTGTACGACAACCTCCTCC 

832 CCATGGAGCTGATCAAGACCAGGGTCACCATCGAGAAGGACGTATACGACAACGTCGCGC 

842 ACGCGTTCGTCAAGATCGTGCGCGACGAAGGCCCGGGGGAGCTGTACCGCGGGCTGGCGC 

892 ACGCGTTCGTGAAGATCCTACGCGACGAGGGCCCGTCGGAGCTGTACCGTGGGCTGACAC 

902 CGAGCCTGATCGGCGTGGTGCCGTACGCGGCGGCCAACTTCTACGCCTACGAGACGCTGC 

952 CCAGCCTGATCGGCGTGGTGCCGTACGCGGCCTGTAACTTCTACGCCTACGAGACGCTGA 

962 GCGGCGTGTACCGCCGCGCGTCGGGG AAAGAGGAGGTGGGCAACGTCCCGA 

1012 AGCGGCTCTACCGTCGCGCGACCGGGCGGCGTCCCGGCGCGGACGTGGGCCCCGTGGCGA 

1013 CGCTGCTGATCGGGTCCGCGGCGGGCGCCATAGCCAGCACGGCCACGTTCCCGCTGGAGG 

1072 CGCTGCTCATCGGGTCCGCGGCGGGCGCCATCGCCAGCTCGGCCACGTTCCCGCTAGAGG 

1073 TGGCGCGGAAGCAGATGCAGGTGGGCGCCGTGGGCGGGAGGCAGGTGTACAAGAACGTGC 

1132 TGGCCCGCAAGCAGATGCAGGTGGGCGCTGTGGGCGGGAGGCAGGTGTACCAGAACGTCC 

1133 TGCACGCCATGTACTGCATCCTCGAGAAGGAGGGCACCGCCGGGCTCTACCGCGGGCTCG 

1192 TCCACGCTATCTACTGCATCCTCAAGAAGGAGGGCGCCGGCGGCCTGTACCGAGGTCTCG 

1193 GCCCCAGCTGCATCAAGCTCATGCCCGCCGCCGGCATCTCCTTCATGTGCTACGAGGCCT 

1252 GCCCTAGCTGCATCAAGCTCATGCCCGCCGCCGGCATCGCCTTCATGTGCTACGAGGCGT 

1253 GCAAGAAGATACTTGTCGACGAGAAAGAAGACGGCGGCGCCGCCGAGCCC 1302 
1312 GCAAGAAGATCCTCGTCGACAAGGAGGATGAGGAGGAGGAGGACGAAGCC 1361 

— EndFragment — > 
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